Key indicators: single-crystal X-ray study; T = 90 K; mean (C-C) = 0.003 Å; R factor = 0.045; wR factor = 0.124; data-to-parameter ratio = 12.4.
The title compound, C 16 H 15 NO 4 , exhibits two near-planar aromatic ester groups with a maximum aryl-ester torsion angle of 1.9 (2) . The dihedral angle between the benzene rings is 44.7 (1) . In the crystal, N-HÁ Á ÁO hydrogen bonding is observed along with C-HÁ Á ÁO contacts, forming chanins along [101] . No -interactions were noted between the benzene rings.
Related literature
For the synthesis of the title compound, see: Olkhovik et al. (2008) . For the crystal structures of the parent dimethyl-4,4 0 -dicarboxylate and its structurally characterized amino derivatives, see: Ritzerfeld et al. (2009) ; Nyburg et al. (1988) . For metal-organic framework structures with this and related linkers, see: Deshpande et al. (2010) ; Lun et al. (2011); Gupta et al. (2012) ; Sudik et al. (2005) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). efforts in this field, we prepared the previously reported dimethyl-2-aminobiphenyl-4,4′-dicarboxylate (Olkhovik et al. 2008 ) and report its structure herein.
The molecular structure of the title compound is shown in Figure 1 . The two phenyl rings demonstrate a dihedral angle of 135.3°. In the crystal, intermolecular hydrogen bonding is observed between N1-H1NA···O4 and N1H1NB···O2. There is also a close C-H···O contact along C4H4A···O2. No π-π interactions were noted between the phenyl rings. The packing for the title compound indicating hydrogen bonding is shown in Figure 2 .
The compound was prepared by literature procedure (Olkhovik et al. 2008) . Crystals suitable for single-crystal X-ray analysis were grown by slow evaporation of an ethanol solution.
Refinement
All non-hydrogen atoms were refined anisotropically (SHELXL) by full matrix least squares on F 2 . Hydrogen atoms H1NA and H1NB were found from a Fourier difference map and were refined with fixed distance of 0.87 (005) Å and isotropic displacement parameter of 1.20 times U eq of parent N atom. All other hydrogen atoms were placed in calculated positions and then refined with riding model with C-H lengths of 0.95 Å for (CH) and 0.98 Å for (CH 3 ) and with isotropic displacement parameters set to 1.20 and 1.50 times U eq of the parent C atom.
Computing details
Data collection: APEX2 (Bruker, 2005 ); cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT (Bruker, 2005);  program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x, −y+2, −z; (ii) −x+1, −y+2, −z+1.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

